Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.035; wR factor = 0.095; data-to-parameter ratio = 14.9.
In the molecule of the title compound, C 24 H 19 ClN 2 O, the terminal quinolinyl residues are close to perpendicular to each other [dihedral angle 83.72 (4) ]. The quinolinyl residues are connected by and inclined to the prop-2-en-1-one bridge, with the C ar -C ar -C-C (ar = aromatic) torsion angles being 71.01 (17) and 20.6 (2) . The crystal structure features phenylcarbonyl C-HÁ Á ÁO interactions andinteractions between centrosymmetrically related quinolinyl residues [3.5341 (10) and 3.8719 (9) Å ], which together lead to a three-dimensional architecture.
Related literature
For background to quinoline chalcones and for a related structure, see: Prasath et al. (2013) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010 In the most closely related structure available for comparison, (II), namely (2E)-3-(6-chloro-2-methoxyquinolin-3yl)-1-(5,7-dimethylquinolin-6-yl)prop-2-en-1-one (Prasath et al., 2013) , the dihedral angle between the quinolinyl residues is 63.30 (5)°, indicating a more compact configuration than that in (I); the central residue in (II) is planar.
Finally, when the structures are viewed normal to the ethylene bond, the pyridyl-N atoms in (I) can be described as anti, whereas they are closer to syn in (II).
In the crystal, linear supramolecular chains are formed by phenyl-C-H···O(carbonyl) interactions, Table 1 . These, along with π-π interactions between the rings of centrosymmetrically related N1-quinolinyl residues [3.7578 (9) Å; angle of inclination = 1.91 (7)° for symmetry operation 1 -x, -y, 1 -z] and between the rings of centrosymmetrically related N2-quinolinyl residues [3.5767 (9) Å; angle of inclination = 0.99 (7)° for symmetry operation -x, 2 -y, -z], connect the molecules into a three-dimensional architecture, Fig. 2 .
A mixture of 2,4-dimethyl-3-acetylquinoline (200 mg, 0.001 M) and 2-chloro-8-methylquinoline-3-carbaldehyde (200 mg, 0.001 M) in methanol (20 ml) containing 0.2 g of potassium hydroxide was stirred at room temperature for 12 h.
Then the reaction mixture was neutralized with dilute acetic acid and the resultant solid was filtered, dried and purified by column chromatography using ethyl acetate-hexane (1:1) mixture to afford (I). Re-crystallization was by slow evaporation of an acetone solution of (I), which yielded pale-yellow blocks in 78% yield; m.p. 458-460 K.
Refinement
Carbon-bound H atoms were placed in calculated positions [C-H = 0.95-0.98 Å, U iso (H) = 1.2-1.5U eq (C)] and were included in the refinement in the riding-model approximation. 
Computing details
Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO (Agilent, 2013); data reduction: CrysAlis PRO (Agilent, 2013); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010).
Figure 1
The molecular structure of (I), showing displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.50310 (4) 0.74397 (4) −0.07296 (2) 0.02306 (10) (7) 0.0181 (6) −0.0068 (5) 0.0009 (5) −0.0053 (5) C3 0.0241 (7) 0.0251 (7) 0.0213 (7) −0.0078 (6) 0.0041 (5) −0.0028 (5) C4 0.0221 (6) 0.0243 (7) 0.0276 (7) −0.0091 (5) 0.0018 (5 C18 0.0200 (6) 0.0233 (7) 0.0260 (7) −0.0107 (5) 0.0023 (5) −0.0066 (5) C19 0.0212 (6) 0.0216 (7) 0.0355 (8) −0.0074 (5) 0.0018 (6) −0.0087 (6) C20 0.0222 (6) 0.0275 (7) 0.0362 (8) −0.0107 (6) 0.0080 (6) −0.0172 (6) C21 0.0235 (7) 0.0296 (7) 0.0274 (7) −0.0150 (6) 0.0076 (5) −0.0134 (6) C22 0.0196 (6) 0.0244 (7) 0.0239 (7) −0.0126 (5) 0.0044 (5) −0.0096 (5) C23 0.0225 (6) 0.0252 (7) 0.0199 (6) −0.0134 (5) 0.0039 (5) −0.0072 (5) C24 0.0267 (7) 0.0250 (7) 0.0262 (7) −0.0073 (6) 0.0006 (6) −0.0036 (6) Geometric parameters (Å, º) 
